. Complete sets of eco-epidemiological scenarios illustrating the pathways through which 'Ca. P. prunorum' might be spread in orchards and in wild habitats. Bi: bushes (i.e., wild Prunus = host plants); Ci: conifers (i.e., shelter plants); Ni: nurseries; Oi: orchards. In red:
. Complete sets of eco-epidemiological scenarios illustrating the pathways through which 'Ca. P. prunorum' might be spread in orchards and in wild habitats. Bi: bushes (i.e., wild Prunus = host plants); Ci: conifers (i.e., shelter plants); Ni: nurseries; Oi: orchards. In red:
infected plants or infectious psyllids; in green: non-infected plants. Contamination of cultivated trees at varying spatio-temporal scales can be imagined according to the scenarios: contamination of an apricot tree by a psyllid from a nearby tree (S1) or a nearby bush (S2); contamination by an immigrant that has acquired phytoplasma on an infested tree (S3) or in a bush (S4) the previous year; multiple contaminations by the same infectious psyllid of trees from the same orchard (S5), or from a bush and then a tree (or trees) from a nearby orchard (S6); contamination of orchards by plants from nearby nurseries (S7a, S7b); contamination of different orchards by plants from the same nursery but not necessarily from the same geographic area (S8). The contamination of wild Prunus can be illustrated by scenarios identical to those of apricot trees (scenarios S9 to S14). Figure was generated with Photoshop CS6 (https://www.adobe.com/products/photoshop.html).
S2 Figure.
Maps of the spatial distribution of samples for each compartment (bush, psyllid and orchard) surveyed in the three growing regions of the study. n: number of imp sequences successfully genotyped in each compartment. The maps were generated using the statistical software R 3.4.0 53 and the shapefiles of European countries from https://gadm.org/.
S3 Figure.
Detailed map of the spatial distribution of samples from each compartment (bush, psyllid and orchard) surveyed in the Pyrénées-Orientales (PO) region. n: number of imp sequences successfully genotyped in each compartment. A small random noise was added to the sample coordinates to avoid overlapping. The maps were generated using the statistical software R 3.4.0 53 and the shapefiles of European countries from https://gadm.org/.
S4 Figure. Detailed map of the spatial distribution of samples from each compartment (bush, psyllid and orchard) surveyed in the Bas-Rhône (BR) region. n: number of imp sequences successfully genotyped in each compartment. A small random noise was added to the sample coordinates to avoid overlapping. The maps were generated using the statistical software R 3.4.0 53 and the shapefiles of European countries from https://gadm.org/.
S5 Figure.
Detailed map of the spatial distribution of samples from each compartment (bush, psyllid and orchard) surveyed in the Valence (VA) region. n: number of imp sequences successfully genotyped in each compartment. A small random noise was added to the sample coordinates to avoid overlapping. The maps were generated using the statistical software R 3.4.0 53 and the shapefiles of European countries from https://gadm.org/. S1 Table. Summarised data for all samples surveyed in the study, ordered by region (PO, BR VA) and ecological compartment (bush, psyllid, orchard). For each compartment in each region, statistics (total number, minimum/maximum/mean values) are given for the variables: N: total number of samples collected in each region; #ESFY+: total number of samples found to be positive by PCR; %ESFY+: mean percentage of samples found to be positive by PCR; #IMP: number of samples successfully genotyped for the imp gene. A more concise summary of these data is provided in Table 1 . S6 Table. List of the imp genotypes described to date, with their GenBank accession numbers. Supplementary Table S1 . Summarised data for all samples surveyed in the study, ordered by region (PO, BR, VA) and ecological compartment (bush, psyllid, orchard). 
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